Statistical analysis of expressed sequence tags.
Expressed sequence tag (EST) surveys are an efficient way to characterize large numbers of genes from an organism. The rate of gene discovery in an EST survey depends on the degree of redundancy of the cDNA libraries from which sequences are obtained. We consider statistics for the comparison of EST libraries based upon the frequencies with which genes occur in subsamples of reads. These measures are useful in determining which of the libraries, having a large proportion of genes in common, is more likely to yield new genes in future reads. We also present tests, with multiple corrections adjustments, for whether genes are equally represented or expressed in a pair of libraries.